Conclusions
200 000 cells per phase were sorted for subsequent analyses into 200 µl of RLT lysis buffer with 1% 2-mercaptoethanol for the RNA sequencing, and 500 000 cells per phase for immunoblotting into 100 µl of lysis buffer.
Quality control measures
Cell aggregates and debris were excluded from the analysis based on FCS-A vs. FCS-H, and FSC-A vs. SSC-A a dual-parameter dot plots. For each phase post-sorting control was done.
2.1.1.1. (2.1.2.1., 2.1.3.1.) Sample description Cells were grown to sub-confluency, collected by trypsinisation, washed with full DMEM/McCoy's with 10% serum, 5% Glutamax and 100U/ml penicillin-streptomycin, spinned down by centrifugation at 200 g for 5 minutes and resuspended in culture media before sorting. 4.1. List-mode data files FCS data files can be obtained by contacting Michael Andäng after this work has been published.
Compensation description
Manual compensation was applied based on quantification of medians of positive and negative populations on both markers hGem-mAG (detector F) vs. hCdt1-mKO2 (detector E).
Data transformation details
FACSDiva (Version 6.1.3; BD Biosciences) and FlowJo software (Version 10.0.7, Tree Star, Ashland, OR, USA) was used for data visualization. Cells were grown to sub-confluency, collected by trypsinisation, washed with full McCoy's with 10% serum, 5% Glutamax and 100U/ml penicillin-streptomycin, spun down by centrifugation at 500 g for 5 minutes and resuspended in culture media before sorting. 
